A Gram-staining-negative, aerobic, non-motile and rod-shaped bacterium that produced yellow viscous colonies, designated 
The genus Terrimonas, a member of the family Chitinophagaceae, phylum Bacteroidetes, was first described by Xie and Yokota [1] . At the time of writing, the genus Terrimonas comprised eight recognized species isolated from various environments, such as garden soil, a freshwater spring, polluted farmland soil, bulking sludge, Arctic tundra soil, ginseng rhizosphere soil, Arctic glacier; namely Terrimonas ferruginea DSM 30193 T (the type species of the genus), Terrimonas lutea DY T , Terrimonas aquatica RIBI-6 T , Terrimonas rubra M-8
T , Terrimonas pekingensis QH T , Terrimonas arctica R9-86
T , Terrimonas rhizosphaerae CR94 T and Terrimonas crocea M1-33108
T [1] [2] [3] [4] [5] [6] [7] . During the screening of carbofuran-degrading strains from farmland soil of a carbofuran treatment farmland in Chuzhou, Anhui province, PR China (32 26¢ N 117 59¢ E) using an aerobic enrichment process, a novel bacterial strain was isolated and designated T . Although it could co-exist with the carbofuran-degrading strains, it could not degrade carbofuran.
For strain isolation, the soil sample was diluted serially with a sterile 0.85 % (w/v) NaCl solution and these dilutions were plated on Luria-Bertani (LB) agar (5 g l À1 yeast extract, 10 g l À1 tryptone, 10 g l À1 NaCl; pH 7.0) plates. Single colonies on these plates were purified by transferring them onto new plates followed by additional incubation at 30 C for 7 days under aerobic conditions and subcultured on R2A agar (Difco). The pure culture was preserved at À80 C in R2A medium with 15 % (v/v) glycerol.
For 16S rRNA gene sequencing and phylogenetic analysis, genomic DNA was extracted from a fresh culture of strain FL-8
T following the methods of Sambrook and Russell [8] . Universal bacterial primers 27F (5¢-AGAG TTTGATCCTGGCTCAG-3¢) and 1492R (5¢-GGTTCC TTGTTACGACTT-3¢) [9] were used for amplification of the 16S rRNA gene and the purified PCR product was cloned into the pMD18-T vector (Takara), then transformed into competent Escherichia coli DH5a cells. Finally, the inserted 16S rRNA gene was sequenced using an automated sequencer (model 3730; Applied Biosystems). Sequence similarities were searched by NCBI BLAST and calculated by pairwise alignments obtained from the EzTaxon database [10] . Phylogenetic analysis was performed by using the software package MEGA version 7.0 [11] after multiple alignments of data via CLUSTAL_X [12] . Phylogenetic trees were reconstructed by the neighbourjoining (NJ) [13] , maximum-parsimony (MP) [14] and maximum-likelihood (ML) [15] methods. The NJ tree was reconstructed using Kimura's two-parameter model [16] . The ML tree was reconstructed by using the general time-reversible model and using subtree-pruning-regrafting-extensive (SPR level 5) as the heuristic method. The MP tree was reconstructed using subtree-pruning-regrafting (SPR) as the search model. In each case, the data subset used the complete deletion and bootstrap values calculated based on 1000 replicates [17] . T (94.6 %). These values are well below the threshold for demarcating bacterial species [18] . The NJ tree showed that strain FL-8
T was affiliated to the genus Terrimonas in the family Chitinophagaceae, and it grouped among Terrimonas species (Fig. 1 ). The same relationship was also found in trees reconstructed using the MP (Fig. S1 , available in the online version of this article) and ML ( Fig. S2 ) algorithms. These results suggest that strain FL-8
T represents a novel species within the genus Terrimonas.
Growth was evaluated at 30 C on standard bacteriological media: LB agar, R2A agar (Difco), nutrient agar (NA; Difco) and tryptone soya agar (TSA; Difco). Gram staining of cells was carried out according to the classical Gram procedure described by Beveridge et al. [19] . Growth at different temperatures (4, 10, 16, 20, 25, 30, 37 and 42 C) was investigated on R2A agar for up to 7 days. The pH range for growth was determined in R2A broth at pH 5.0-11.0 (in increments of 0.5 pH unit) with citrate/phosphate buffer or Tris/hydrochloride buffer [20] . Tolerance to NaCl was tested in R2A medium containing 0-10 % (w/v) NaCl at 0.5 % intervals for 7 days at 30 C. Cell morphology and dimensions were determined by light microscopy (model CX23; Olympus) and transmission electron microscopy (model H-7650; Hitachi). In preparation for electron microscopy, the bacterial cells were suspended in 0.85 % NaCl, and then the cells were dried on a nickel-coated mesh, negatively stained with phosphotungstic acid, and examined [21] . The motility of cells was tested by the hanging-drop method [22] . The presence of flexirubin-type pigments was tested using the KOH test, as described by Reichenbach [23] . Acid-fast staining was performed as described by Ebersole [24] . Strains were incubated on R2A agar in an anaerobic triangular flask filled with nitrogen and a packet of AnaeroPack-Anaero to test whether cultures can grow without oxygen [25] . Oxidase and catalase activities were tested according to the methods of Dong and Cai [26] . Gelatin hydrolysis was tested on gelatin agar (Difco) according to the general characterization methods described by
Niabella drilacis E90 T (KC307772)

Niabella hirudinis E96 T (KC307771)
Niabella aurantiaca DSM 17617 T (ARFF01000013)
Niabella pedocola R384 T (KT032154)
Niabella tibetensis 15-4 T (GU291295)
Terrimonas aquatica RIB1-6 T (FJ347757)
Terrimonas arctica R9-86
Terrimonas crocea M1-33108 T (KX139009)
Terrimonas pekingensis QH T (JF834159)
Terrimonas lutea DY T (AB192292) Strain FL-8 T grew well at 30 C on LB agar, R2A agar, NA and TSA. Cells were Gram-stain-negative, non-motile and rod-shaped (Fig. S3 ). Cells were strictly aerobic. Colonies were yellow, circular, convex and smooth after growing for 7 days at 30 C on R2A agar. Growth occurred at 10-37 C (optimum, 30 C) and at pH 5.0-8.5 (optimum, pH 7.0). The range of NaCl concentrations for growth was 0-2 % (w/v); optimum growth occurred in 0.5 % of NaCl. Strain FL-8
T was sensitive to vancomycin, ciprofloxacin, tetracycline, rifampin, ofloxacin ampicillin, but resistant to kanamycin, amikacin, polymyxin B, gentamicin, penicillin G, bacitracin, streptomycin, neomycin and chloramphenicol. Other physiological characteristics of strain FL-8
T are summarized in the species description. Selected characteristics that differentiate strain FL-8
T from related species of the genus Terrimonas are shown in Table 1 .
For this study, if not mentioned otherwise, strain FL-8 T , was inoculated into R2A broth and cultivated at 30 C for 7 days. Exponential phase cells were collected by centrifugation, then washed three times in sterilized water and freeze-dried for the extraction of respiratory quinones, polar lipids, fatty acid and DNA. Respiratory quinones were extracted according to the method of Collins et al. [28] and analysed by high-performance liquid chromatography (HPLC; Agilent Technologies 1260 Infinity) as described by Groth et al. [29] . The respiratory quinones of strain FL-8 T were extracted with chloroform/methanol (2 : 1, v/v), purified by thin-layer chromatography (TLC) according to Collins [30] and analysed by HPLC using an Agilent XDB-C18 column. The mobile phase consisted of the methanol/2-propanol solution (2 : 1, v/v) and the flow rate was 1 ml min
À1
. Analysis of polar lipids by two-dimensional TLC was carried out by the identification service of the DSMZ (Braunschweig, Germany). The fatty acid were extracted and analysed according to the instructions of the Sherlock Microbial T (data from [7] ); 6, T. rhizosphaerae CR94 T (data from [6] ). All strains are positive for alkaline phosphatase, esterase (C4), leucine arylamidase, acid phosphatase and naphthol-AS-BI-phosphohydrolase. All strains are negative for lipase (C14), arginine dihydrolase, urease, production of indole, and assimilation of caprate, adipate and citrate. Cells are non-motile in all strains. +, Positive, utilized; À, negative, not utilized. Colony pigmentation on R2A agar: Yellow Yellow White Yellow Yellow White
Assimilation of (API 20 NE): Identification System described by Sasser [31] . After saponification, methylation, extraction and purification, the fatty acid methyl ester mixture were separated by using an Agilent Technologies 7890A GC system configured with an Agilent gas phase capillary column (0.2 mmÂ25 m, ultra 25 % Phenyl Methyl Silox). The results were analysed by using MIDI Sherlock version 6.1. The DNA G+C content was determined by reversed-phase HPLC using methyl alcohol/ isopropyl alcohol (2 : 1, v/v) as the solvent and a flow rate of 1.0 ml min À1 according to Mesbah et al. [32] .
The genomic DNA G+C content of strain FL-8 T was 48.4 mol%, a value that fell within the range of those reported for the other species of the genus Terrimonas ( Table 1 ). The sole respiratory quinone of strain FL-8
T was MK-7, which is consistent with other members of the genus Terrimonas. The cellular fatty acid profiles of strain FL-8 T are presented in Table 2 . The major cellular fatty acids of strain FL-8
T were iso-C 15 : 1 G (27.8 %), iso-C 15 : 0 (32.9 %) and iso-C 17 : 0 3-OH (14.8 %), which was consistent with data published for species of the genus Terrimonas with validly published names. The differences between strain FL-8
T and other species of the genus Terrimonas were particularly marked with respect to the fatty acid profiles, as strain FL-8
T contained higher amounts of the major fatty acid iso-C 15 : 0 . The major polar lipids of strain FL-8
T were phosphatidylethanolamine and an unidentified polar lipid; two unidentified aminolipids, eight unidentified polar lipids, one unidentified glycolipidand and three unidentified phospholipids were also detected (Fig. S4) .
On the basis of the data presented, isolated strain FL-8
T represents a novel species of the genus Terrimonas, for which the name Terrimonas soli sp. nov. is proposed.
Terrimonas soli (so¢li. L. gen. n. soli of soil, the source of the type strain).
Cells are strictly aerobic, Gram-stain-negative, non-motile and rod-shaped. Colonies are yellow, circular, convex and smooth after growing for 7 days at 30 C on R2A agar. Growth occurs at 30 C on LB agar, R2A agar, NA and TSA. Growth occurs at 10-37 C (optimum, 30 C) and at pH 5.0-8.5 (optimum, pH 7.0). The range of NaCl concentrations for growth is 0-2 % (w/v); optimum growth occurs in 0. 
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